Methods

Preparation of genomic DNAs for Solexa sequencing
The filamentous fungal strains Aspergillus versicolor NRRL35600, Penicillium fellutanum ATCC20841, and Malbranchae aurantiaca RRC1813 were statically cultivated in 50 mL liquid medium (2.0% malt extract and 0.5% peptone) at 26 o C for 7days. The fungal mats were recovered from flasks and dried with filter paper. The genomic DNAs were isolated using MasterPure Yeast DNA Purification Kit (Epicentre) by following the protocol developed for filamentous fungal mycelium. The purified genomic DNAs were further cleaned by additional RNase treatment, and sequential washing steps with phenol/chloroform and chloroform to afford high quality DNA samples for Solexa sequencing.
Solexa genome sequencing and assembly
Three fungal genomes were 108 Cycle Paired-End sequenced using the Illumina Genome Analyzer IIx at University of Michigan DNA Sequencing Core. De novo assembly of genomes was performed using Velvet version 0.7.63. The summary of dataset and parameters of genome sequencing and assembly is shown in Table S1 . Notably, a number of unsequenced regions in the assembled contigs containing the target biosynthetic gene clusters were complemented by sequencing the PCR products covering these unsequenced (gap) regions. Figure S1 . Features of the 5' and 3' boundary of not', phq and mal (The asterisk denotes the boundary of the assembled contig)
